ABSTRACT The phytopathogen Spiroplasma phoeniceum was isolated from diseased plants of Madagascar periwinkle [Catharanthus roseus (L.) G. Don]. Here, we report the nucleotide sequence of the 1,791,576-bp circular chromosome and three plasmids of strain P40 T . This information serves as a resource for comparative analyses of spiroplasmal adaptations to diverse ecological niches.
revealed chromosomal insertions of plectrovirus sequences and a tailed prophage, respectively.
Spiroplasmas are now known as part of the internal and external microbiomes of plants, and as symbionts of insects, ticks, and crustaceans (14) (15) (16) (17) (18) . Suspected spiroplasmas have been reported in jellyfish, a deep-sea chiton, and a hadopelagic zone sea cucumber (19) (20) (21) (22) . Certain spiroplasmas can present a risk of human infection (23) (24) (25) . Together with the complete genome sequences of related S. kunkelii and S. citri strains (26, 27) , the complete genome sequence of S. phoeniceum P40 T presents a valuable resource for elucidating the evolutionary biology of plant-infecting spiroplasmas.
Data availability. This complete genome project has been deposited in GenBank under BioProject accession number PRJNA435429, SRA accession number SRX5075236, and BioSample accession number SAMN08579949 for Spiroplasma phoeniceum P40 T (taxonomy ID 1276259), and accession numbers CP031088 (chromosome), CP031089 (plasmid pSPh535), CP031090 (plasmid pSPh387), and CP031091 (plasmid pSPh245). The sequence versions described in this paper are CP031088.1, CP031089.1, CP031090.1, and CP031091.1.
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